In the title compound, C 20 H 16 N 2 O, the 1H-benzimidazole ring forms dihedral angles of 48.00 (6) and 64.48 (6) , respectively with the benzene and phenyl rings, which are inclined to one another by 58.51 (7) . In the crystal, weak C-HÁ Á Á interactions are the only intermolecular interactions present.
Related literature
For background to benzimidazole derivatives, see: Mason et al. (1999) . For their biological activities such as antimicrobial & anticancer, antidiabetic, antifungal, anti HIV and antiviral, see: Demirayak et al. (2002) ; Minoura et al. (2004) ; Pawar et al. (2004) ; Rao et al. (2003) ; Tomei et al. (2003) . For their action as polymerase and transcriptase inhibitors, see: Beaulieu et al. (2004; Morningstar et al. (2007) ; Roth et al. (1997) ; For other related studies, see: Jayabharathi et al. (2012) Experimental Table 1 Hydrogen-bond geometry (Å , ).
Cg2 and Cg3 are the centroids of the C2-C7 and C9-C14 phenyl rings, respectively. Data collection: APEX2 (Bruker, 2008) ; cell refinement: APEX2 and SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 2012) ; software used to prepare material for publication: PLATON (Spek, 2009 The benzimidazole core is classified by medicinal chemists as one of the 'privileged substructures′ for drug design,in light of the affinity they display towards a variety of enzymes and protein receptors (Mason et al.,1999) .
The synthesis of benzimidazoles has received much attention owing to the varied biological activity such as antifungal (Pawar et al., 2004) , antiviral (Tomei et al., 2003) , antiHIV (Rao et al., 2003) , antidiabetic (Minoura et al., 2004) , antimicrobial and anticancer (Demirayak et al., 2002) , properties exhibited by a number of derivatives of these compounds.
Benzimidazole derivatives possess antioxidant activities (Jayabharathi et al.,2012) .
They have emerged as potent non nucleoside inhibitors of HIV-1 reverse transcriptase (Roth et al.,1997 , Morningstar et al.,2007 It also acts as a specific inhibitors of the NS5B polymerase of the hepatitis C virus (HCV) (Beaulieu, et al., 2004) .
The molecular structure of (I), is shown in Fig.1 . The (N1/N2/C8-C14) 1H-benzimidazole ring is planar. It forms dihedral angles of 48.00 (6)° and 64.48 (6)° with the mean planes of the C2-C7 and C15-C20 phenyl rings respectively.
The C1-O1-C2-C7 and C3-C2-O1-C1 torsion angles are 2.8 (2)° and -176.42 (14)° respectively.
A C6-H6···π interaction involving the phenyl ring of methoxybenzene at the symmetry code [1 -x,1/2 + y,1/2 -z] and C13-H13···π interaction involving the benzene ring of benzimidazole at the symmetry code [2 -x,1/2 + y,1/2 -z] are also found.
Experimental
To pure N-phenyl-0-phenylenediamine(17 mmol,3.128 g) in ethanol(10 ml), 4-methoxy benzaldehyde(17 mmol,2.1 ml) and ammonium acetate(3 g) was added for about 1 h while maintaining the temperature at 80°C. The reaction mixture was refluxed and the completion of reaction was monitored by TLC, finally the reactants extracted with dichloromethane.
The solid separated was purified by column chromatography using petroleum ether as the eluent.Yield:2.65 g(50%) from which it was crystallized.
Refinement
All the hydrogen atoms were geometrically fixed and allowed to ride on their parent atoms with C-H = 0.93 -0.97 Å, and U iso (H) = 1.2Ueq(C).
Computing details
Data collection: APEX2 (Bruker, 2008) ; cell refinement: APEX2 and SAINT (Bruker, 2008) ; data reduction: SAINT (Bruker, 2008) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure:
SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 2012) ; software used to prepare material for supplementary materials sup-2 Acta Cryst. (2013). E69, o269-o270 publication: PLATON (Spek, 2009 ).
Figure 1
The molecular structure and labelling scheme for (I) with displacement ellipsoids for non-H atoms are drawn at the 30% probability level. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max = 0.001 Δρ max = 0.11 e Å −3 Δρ min = −0.21 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All e.s.d.'s are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (7) 0.0220 (7) −0.0007 (7) C8 0.0443 (7) 0.0389 (7) 0.0320 (6) −0.0010 (6) 0.0160 (5) 0.0002 (5) (6) C14 0.0405 (7) 0.0351 (7) 0.0360 (6) 0.0029 (6) 0.0103 (5) 0.0005 (5) C15 0.0380 (7) 0.0403 (7) 0.0301 (6) −0.0067 (6) 0.0095 (5) 0.0032 (5) C16 0.0587 (9) 0.0471 (9) 0.0419 (7) −0.0050 (7) 0.0225 (7) 0.0000 (6) C17 0.0781 (11) 0.0663 (11) 0.0376 (8) −0.0233 (9) 0.0260 (7) −0.0047 (7) C18 0.0695 (10) 0.0707 (12) 0.0367 (8) −0.0261 (9) 0.0024 (7) 0.0136 (8) C19 0.0506 (9) 0.0592 (10) 0.0594 (9) −0.0021 (8) 0.0024 (7) 0.0211 (8) C20 0.0455 (8) 0.0510 (9) 0.0461 (7) 0.0003 (7) 0.0136 (6) 0.0050 (7) Geometric parameters (Å, º) Hydrogen-bond geometry (Å, º) Cg2 and Cg3 are the centroids of the C2-C7 and C9-C14 phenyl rings, respectively. Symmetry codes: (i) −x+1, y+1/2, −z+1/2; (ii) −x+2, y+1/2, −z+1/2.
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